: Hierarchical cluster display representing the expression profile of 220 CNMS marker-associated genes that were differentially expressed in six different vegetative and reproductive tissues of the chickpea genotype ICC 4958. The colour scale at the top represents the average log of the signal expression values of the genes in the various tissues, in which green, black and red colours signify low, medium and high expression levels, respectively. The tissues and CNMS marker-associated genes that were used for the expression profiling are mentioned on the right and top sides of expression map, respectively. CaLG(Chr8) Figure S4 : The frequency distribution of 100-seed weight (g) among 190 individuals of a RIL mapping population (ICC 4958 x ICC 17163) revealed the significant variation of seed weight trait between parental genotypes and among mapping individuals, and depicted a goodness-of-fit to the normal distribution. Figure S5 : Characteristics, functional significance and utility of genome-wide CNMS marker-associated genes for large-scale genotyping applications, including integrative genetical genomics for understanding the complex quantitative trait of seed weight in chickpea. Required for the specification of petal and stamen identities. Ca-CNMS564 28367285 AT4G36920 AP2 Encodes a floral homeotic gene, a member of the AP2/EREBP (ethylene responsive element binding protein) class of transcription factors and is involved in the specification of floral organ identity, establishment of floral meristem identity, suppression of floral meristem indeterminancy, and development of the ovule and seed coat. AP2 also has a role in controlling seed mass. Dominant negative allele I28, revealed a function in meristem maintenance-mutant meristems are smaller than normal siblings. AP2 appears to act on the WUS-CLV pathway in an AG independent manner. Ca-CNMS581 28367304 AT1G69120 AP1 (APETALA1) Floral homeotic gene encoding a MADS domain protein homologous to SRF transcription factors. Specifies floral meristem and sepal identity. Required for the transcriptional activation of AGAMOUS. Interacts with LEAFY.Binds to promoter and regulates the expression of flowering time genes SVP, SOC1 and AGL24.
*Detailed information on CNMS markers are provided in the Supplemental Table S2 
